The introduction of Myxoma virus (MYXV), the cause of myxomatosis, into the European 66 rabbit (Oryctolagus cuniculus) population of Australia, and the subsequent evolution of virus 67 and rabbit is a classic example of host-pathogen co-evolution. MYXV (family: Poxviridae; studies and the lack of serious disease (13, 31, 32), and it has been assumed that this 87 indicates a long period of host-pathogen co-evolution quite distinct from the rapid emergence 88 and host adaptation of South American strains of MYXV in the novel European rabbit host in 89 Australia and Europe (1, 9, 13, 18, 19). 90 Myxomatosis in California was first described in farmed European rabbits in the 1930s (20). However, in these studies high titres of virus were not found in the brain.
101
The complete nucleotide sequences of the Lausanne (Lu) strain of South American MYXV 102 and the Kazza strain of RFV have previously been described (4, 28, 43 between 50-7000bp; sheared samples were end-repaired, purified, and 3' adenylated.
138
Barcoded sequencing adapters were ligated and 400-500bp fragments were purified. After 
RESULTS

195
The MSW genome consists of 164,600 bp of dsDNA with an AT content of 54.56% (Fig. 2) , it is possible that two transcripts are being produced in Lu, an early transcript that 310 would lack the N-terminal 27 aa, which are not predicted to contribute to the ȕ-barrel 
